TABLE 2. 



SEQ Residue/ Probe Sequence 
ID Reference Sequence 

NO: • 

64 1000 /GI 187166 AGGAGCGCGCRAAACCTTCTC 

65 472-477/GI 187166 TGGACTTAAA (GTTAAA del) TACTTTTG 

66 559/GI 187166 TCATGTATCCRATTAGAGACT 



s „ 




Table 3. 



Exon 



SEQ IP 



NO: 



10 



11 



12 



13 



14 



15 



Sequence (5' ■> 3 f ) 



GGGCCAGGGACCAGTGGT 



AACCGGGTCCCGGACGCA 



AGGCT C AGG AGACCACGC A 



TCCCGCCCCTGCACAG 



Product 
Length 



296 



CATTGGGCATTGTTATTGTTCTTC 



AGTTGTAGGTAAGGTGAAGTTTGGG 



T CGT CTGAC AGTGTGGGCG 



16 



10 



11 



12 



13 



14/3 ' UTR 



14/3'UTR 



14/ 3 'UTR 



14/3'UTR 



14/3'UTR 



5 : UTR/prom 



5' UTR/ prom 



S ' UTR/prom 



CCATGA GGAAAGGAGTGAGGGT 

TGGTGTGAAGGGGCTCTGC ~ 



19 



21 



22 



23 



24 



25 



26 



27 



28 
29 



30 



31 



32 



33 



34 



35 



36 



37 



AAGT AT C AGAC AGG AG AG C AGC AT C 



313 



294 



Polymorphism 
ID No, 



GCCTCGCTTTTCTCCTGGTAG 



CCACTTCCCCAGCCCATCA 



GATTTTTG GTCCGTCTGCTGAG 
GAAAGGTGTGCCCCCCAG 



TTTCCTTTCCCCCAATGTATCA 



GGGCGGTAGCTGGCTGTA 



GAG CTGCGGGTCCCTGAG 
AGATAGGGAGTGAAGGCGGC 



AGCCAC CCGCTGAGGGCA 
AGGCAGGGGTCCCGGCT 



TCCG CAGACCTGGCTGG 
GAGGGGTGGCGGAGGG 



CC GGTGGTTCCACCCTAG 
GGGAGGAGGCAGCGGCCTT 



TGCTGGCGGTCGTCTCC" 



CGCCCTGCCCAGCTTC 

TGGG ATGATT ATTTTCTGTT CT AT TTGT 



GAGTAGACACTG CTTGAGGGAAAAA 



GCGTCCTGTCCACACCCA 

TGAACTGATTTATTTTTATGGCAACC" 



213 



228 



246 



226 



266 



242 



177 



292 



209 



39 



40 



41 



42 



43 



44 



45 



46 



47 



48 



49 



50 



5 'UTR/prom 



S * UTR/prom 



5 ' UTR/prom 



5 ' UTR/prom 



5 ' UTR/prom 



GCC CGAT T C CGCAAGAAC 

GAGGAAG AG ATGTGACTGC C AAGA 



CAGTTTA CACGGGTAGTGGATTGAC 
GAAGAG ATGTG ACTG C CAAGAGG 



CCTCTTGGCAGTCACATCTCTTC ~" 
ACAAATAGAACAGAAAATAATCATCCCA 



CT AACTCAAAATGGGT CACGGAT 



ATTGCTTC TGCGGGTTGTGT 
GAGAGCCGACCCGTGACC" 



GCTGATACTGAGGATGGATTCTGG" 



TGAAAACACAACC CGCAGAAG 



TGCACCTGGCAAATGGCTT 



51 



52 



53 



54 



56 



57 



58 



59 



60 



AAAGAACAGCG i 1 G G i GGA i 
CAAATTCATTGTGTTGCATGTG" 



228 



340 



252 



217 



212 



216 



5lo7a 



51ola 



51o4a 



5lonrra , Slonrrl 



AACTT AGC CGAGATCAATACACGC 



GCAAATGCCTGGAAGGGTG 



GCACAAACCCAAGACAGTATGAGG 



CGGCGGGGATGTGRAGTC 



TGGCACTGAGAACTTGGGGA 



ACTGGGGCAACCKX3GCT" _ 
73CTCCAGRATCX3^TCXn i CftGTATC 



172 



112 



192 



154 



